FILE 'CAPLUS' ENTERED AT 10:56:43 ON 23 FEB 2005 

LI 114 S HIP1 OR (HUNTINGTON INTERACTING PROTEIN) 

L2 631344 S CANCER? OR TUMOR? OR NEOPLAS? 

L3 19 S LI AND L2 

L4 85732 S PROSTATE OR COLON 

L5 4 S L4 AND L3 

L6 OS ROSS/AU 

L7 IS RAO/AU 

L8 OS MIZUKAMI/AU 

L9 0 S L7 AND L5 

FILE 'CAPLUS' ENTERED AT 10:59:55 ON 23 FEB 2005 

FILE ' MEDLINE ' ENTERED AT 11:00:02 ON 23 FEB 2 005 
L10 106 S HIP1 OR (HUNTINGTON INTERACTING PROTEIN) 

Lll 16883 94 S CANCER? OR TUMOR? OR NEOPLAS? 

L12 14 S L10 AND Lll 

L13 2 S L12 AND (PROSTATE OR COLON) 

FILE 1 PCTFULL 1 ENTERED AT 11:01:12 ON 23 FEB 2005 

L14 30 S HIP1 OR (HUNTINGTON INTERACTING PROTEIN) 

L15 82521 S CANCER? OR TUMOR? OR NEOPLAS? 

L16 1 S L14/TI 

L17 3 S L14/AB 

L18 3 S L14/CLM 

L19 6 S L16 OR L17 OR L18 

L20 6 S L19 AND L15 

L21 2 S L2 0 AND (PROSTATE OR COLON) 



GenCore version 5.1.6 
Copyright (c) 1993 - 2005 Compugen Ltd. 



OM nucleic - protein search, using f rame_j?lus_n2p model 

Run on: February 18, 2 005, 18:00:49 ; Search time 561 Seconds 

(without alignments) 
6251.592 Million cell updates/sec 



Title: 

Perfect score: 
Sequence : 

Scoring table : 



US-10-007-047-1 
8122 

1. ccaagcttggtacccccggg gcatgcnntagagggcccta 4534 



BL0SUM62 
Xgapop 10.0 
Ygapop 10.0 
Fgapop 6 . 0 
Delop 6 . 0 



Xgapext 0 . 5 

Ygapext 0 . 5 

Fgapext 7 . 0 

Delext 7.0 



Searched: 



2105692 seqs, 386760381 residues 



Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 



4211384 



Post -processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Command line parameters: 

- M0DEL= f r ame +_n2 p . mode 1 - DEV=xlp 

Q=/cgn2_l/USPTO_spool_p/US10007047/runat_17022005_161809_3009/app_query.fasta_l. 
4679 

-DB=A_Geneseq_16Dec04 -QFMT=f astan -SUFFIX=n2p . rag -MINMATCH=0 . 1 -LOOPCL=0 
-LOOPEXT=0 -UNITS=bits -START=1 -END=-1 -MATRIX=blosum62 - TRANS =human4 0 . cdi 
-LIST=45 -DOCALIGN=2 00 -THR_SCORE=pct -THR_MAX=100 -THR_MIN=0 -ALIGN=15 
- MODE = LOCAL -OUTFMT=pto -N0RM=ext -HEAPSIZE=500 -MINLEN=0 -MAXLEN=2 000000000 
-USER=US 1000704 7_@CGN_1_1_6 6 1 Js>runa t_l 702200 5_1 6 180 9_3 009 -NCPU= 6 - 1 CPU= 3 
-N0_MMAP -LARGEQUERY -NEG_SCORES=0 -WAIT -DSPBLOCK=100 -LONGLOG 

-DEV_TIMEOUT=12 0 - WARN_T I MEOUT =30 - THREADS = 1 -XGAPOP=10 -XGAPEXT=0.5 -FGAP0P=6 
-FGAPEXT =7 -YGAPOP=10 - YGAPEXT =0 . 5 -DELOP=6 -DELEXT=7 



Database 



A_Geneseq__16Dec04 : * 

1: geneseqpl980s : * 

2: geneseqpl990s : * 

3: geneseqp2000s : * 

4: genesec[p2001s : * 

5: geneseqp2002s : * 

6 : geneseqp2003as : * 

7 : geneseqp2003bs : * 

8: geneseqp2004s : * 



Pred. 



No. is the number of results predicted by chance to have a 



score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

■ SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 



1 


7422.5 


91 


.4 


1475 


6 


ABR63761 


Abr63761 


Human HIP 


2 


6415.5 


79 


.0 


1283 


6 


ABR63762 


Abr63762 


Human HIP 


3 


5035.5 


62 


.0 


1090 


3 


AAY592 70 


Aay59270 


Human hun 


4 


4572 


56 


.3 


914 


8 


ADK60213 


Adk60213 


Angiogene 


5 


4572 


56 


.3 


914 


8 


ADK60514 


Adk60514 


Angiogene 


6 


4572 


56 


.3 


914 


8 


ADN01928 


Adn01928 


Human hun 


7 


4572 


56 


.3 


914 


8 


ADP73137 


Adp73137 


Angiogene 


8 


4572 


56 


.3 


914 


8 


ADP23863 


Adp23 863 


PRO polyp 


9 


4556 


56 


. 1 


914 


2 


AAW18030 


Aawl8030 


Huntingti 


10 


4556 


56 


. 1 


914 


3 


AAY59269 


Aay592 69 


Human hun 


11 


3210 


39 


.5 


756 


3 


AAY59272 


Aay59272 


Mouse hun 


12 


2564 


31 


.6 


1068 


8 


ABM81490 


Abm81490 


Tumour -as 


13 


2562.5 


31 


.6 


1068 


3 


AAY5 9273 


Aay59273 


Mouse hun 


14 


2016.5 


24 


.8 


890 


6 


AAE35345 


Aae35345 


Human col 


15 


1892 


23 


.3 


388 


2 


AAW18029 


Aawl8029 


Huntingti 


16 


1873 


23 


.1 


386 


3 


AAY59268 


Aay59268 


Human hun 


17 


1394.5 


17 


.2 


676 


3 


AAY59271 


Aay59271 


Human hun 


18 


1384.5 


17 


. 0 


923 


8 


. ADN23151 


Adn23151 


Bacterial 


19 


1219 


15 


. 0 


1087 


4 


ABB65359 


Abb65359 


Drosophil 


20 


1219 


15 


.0 


1087 


4 


ABB65358 


Abb65358 


Drosophil 


21 


907.5 


11 


.2 


1077 


8 


ADN20 979 


Adn2 0979 


Bacterial 


22 


789 


9 


.7 


282 


4 


AAB95632 


Aab95632 


Human pro 


23 


650 


8 


.0 


968 


6 


ABR53286 


Abr53286 


Protein s 


24 


650 


8 


.0 


968 


7 


ADK63576 


Adk63 576 


Disease t 


25 


650 


8 


.0 


968 


8 


ADN19298 


Adni9298 


Bacterial 


26 


466.5 


5 


.7 


250 


4 


AAM25896 


Aam2 58 96 


Human pro 


27 


427 


5 


.3 


2541 


3 


AAB41087 


Aab41087 


Human ORF 


28 


421 


5 


.2 


2541 


7 


ADP65318 


Adp65318 


Human tal 


29 


421 


5 


.2 


2541 


8 


ABM81037 


Abm81037 


Tumour -as 


30 


413 


5 


.1 


2541 


5 


ABB81459 


Abb81459 


Human Tal 


31 


413 


5 


. 1 


2541 


5 


ADG90450 


Adg90450 


Human tal 


32 


413 


5 


. 1 


2541 


6 


ABR47614 


Abr47614 


Breast ca 


33 


413 


5 


. 1 


2541 


7 


ADD45522 


Add45522 


Human Pro 


34 


413 


5 


. 1 


2541 


7 


ADE58868 


Ade58868 


Human Pro 


35 


413 


5 


. 1 


2541 


8 


ADP85745 


Adp85745 


Human Tal 


36 


407 


5 


.0 


1177 


4 


AAM79794 


Aam79794 


Human pro 


37 


407 


5 


.0 


1177 


4 


AAM41079 


Aam41079 


Human pol 


38 


407 


5 


.0 


1177 


4 


AAM41098 


Aam41098 


Human pol 


39 


407 


5 


.0 


1933 


8 


ADQ19152 


Adql9152 


Human sof 


40 


407 


5 


.0 


2542 


6 


AAE33668 


Aae33668 


Human str 


41 


406 


5 


.0 


1134 


4 


AAM78810 


Aam78810 


Human pro 


42 


406 


5 


.0 


1144 


4 


AAM39293 


Aam3 92 93 


Human pol 


43 


406 


5 


.0 


1165 


4 


AAM39312 


Aam3 9312 


Human pol 


44 


405 


5 


.0 


2541 


7 


ADE58866 


Ade58866 


Rat Prote 


45 


405 


5 


.0 


2541 


7 


ADD45520 


Add45520 


Rat Prote 



GenCore version 5.1.6 
Copyright (c) 1993 - 2005 Compugen Ltd. 



OM nucleic - protein search, using f rame_plus_n2p model 



Run on: 



February 18, 2005, 18:12:35 



; Search time 113 Seconds 
(without alignments) 
5990.422 Million cell updates/sec 



Title: 

Perfect score: 
Sequence : 



US-10-007-047-1 
8122 

1 ccaagcttggtacccccggg 



gcatgcnntagagggcccta 4 534 



Scoring table: 



BLOSUM62 



Xgapop 10.0 
Ygapop 10.0 
Fgapop 6 . 0 
Delop 6.0 



Xgapext 
Ygapext 
Fgapext 
Delext 



0.5 
0.5 
7.0 
7.0 



Searched: 



513545 seqs, 74649064 residues 



Total number of hits satisfying chosen parameters: 



1027090 



Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Command line parameters: 
-M0DEL=f rame+_n2p . model -DEV=xlp 

Q=/cgn2_l/USPTO_spool_p/US10007047/runat_17022005_161811_3 03 9/app_query.fasta_l. 
4679 

-DB=Issued_Patents_AA -QFMT=fastan -SUFFIX=n2p . rai -MINMATCH=0 . 1 -LOOPCL=0 
-LOOPEXT=0 -UNITS=bits -START=1 -END=-1 -MATRIX=blosum62 - TRANS = human4 0 . cdi 
-LIST=45 -DOCALIGN=200 -THR_SCORE=pct -THRJ4AX=100 -THR_MIN=0 -ALIGN=15 
- MODE = LOCAL -OUTFMT=ptO -NORM=ext -HEAPSIZE=500 -MINLEN=0 -MAXLEN=2 000000000 
- US ER=US 1000704 7_@CGN_1_1_1 2 0__@runa t_l 7022 00 5_1 6181 1_3 03 9 - NCPU= 6 - 1 CPU= 3 
-N0_MMAP -LARGEQUERY -NEG_SCORES=0 -WAIT -DSPBLOCK=100 -LONGLOG 

-DEV_TIMEOUT=12 0 -WARN_TIME0UT=3 0 - THREADS =1 -XGAPOP=10 -XGAPEXT=0 . 5 -FGAPOP =6 
-FGAPEXT =7 -YGAPOP=10 -YGAPEXT=0.5 -DEL0P=6 -DELEXT=7 

Database : Issued Patents AA:* 



1 : /cgn2_6/ptodata/l/iaa/5A_C0MB.pep: * 

2 : /cgn2_6/ptodata/l/iaa/5B_C0MB.pep: * 

3 : /cgn2_6/ptodata/l/iaa/6A_C0MB.pep: * 

4 : /cgn2_6/ptodata/l/iaa/6B_C0MB.pep: * 

5 : /cgn2_6/ptodata/l/iaa/PCTUS_COMB.pep: * 

6 : /cgn2_6/ptodata/l/iaa/backf ilesl .pep : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 



1 


5035.5 


62 


.0 


1090 


3 


US- 


09- 


085 


-199B-5 


Sequence 


5, Appli 


2 


4556 


56 


.1 


914 


3 


US- 


09- 


085 


-199B-4 


Sequence 


4, Appli 


3 


3210 


39 


.5 


756 


3 


US- 


09- 


085 


-199B-9 


Sequence 


9, Appli 


4 


3034.5 


37 


.4 


601 


4 


us- 


09- 


949 


-016-10457 


Sequence 


10457, A 


5 


2562 .5 


31 


.6 


1068 


3 


US- 


09- 


085 


-199B-11 


Sequence 


11, Appl 


6 


2016.5 


24 


. 8 


890 


4 


US- 


09- 


849 


-602-19 


Sequence 


19, Appl 


7 


1873 


23 


. 1 


386 


3 


US- 


09- 


085 


-199B-2 


Sequence 


2, Appli 


8 


1394 .5 


17 


.2 


676 


3 


US- 


09- 


085 


-199B-7 


Sequence 


7, Appli 


9 


394 


4 


.9 


333 


4 


US- 


09- 


248 


-796A-20655 


Sequence 


20655, A 


10 


346 


4 


.3 


1972 


4 


US- 


08- 


875 


-435B-4 


Sequence 


4, Appli 


11 


345.5 


4 


.3 


1857 


4 


US- 


09- 


917 


-254-91 


Sequence 


91, Appl 


12 


345.5 


4 


.3 


1972 


4 


US- 


09- 


538 


-092-1084 


Sequence 


1084, Ap 


13 


345.5 


4 


.3 


1984 


4 


us- 


09- 


949 


-016-7111 


Sequence 


7111, Ap 


14 


345.5 


4 


.3 


1984 


4 


us- 


09- 


949 


-016-7112 


Sequence 


7112, Ap 


15 


345.5 


4 


.3 


1984 


4 


us- 


09- 


949 


-016-7113 


Sequence 


7113, Ap 


16 


343 .5 


4 


.2 


1976 


4 


us- 


09- 


538 


-092-1078 


Sequence 


1078, Ap 


17 


342 


4 


.2 


666 


4 


us- 


09- 


248 


-796A-20656 


Sequence 


20656, A 


18 


332.5 


4 


. 1 


1972 


4 


us- 


08- 


875 


-435B-3 


Sequence 


3, Appli 


19 


315.5 


3 


. 9 


2107 


4 


us- 


09- 


949 


-016-7646 


Sequence 


7646, Ap 


20 


315.5 


3 


. 9 


2107 


4 


us- 


09- 


949 


-016-7647 


Sequence 


7647, Ap 


21 


308.5 


3 


.8 


2101 


1 


us- 


08- 


466 


-390-4 


Sequence 


4, Appli 


22 


308.5 


3 


. 8 


2101 


1 


us- 


08- 


470 


-950-4 


Sequence 


4, Appli 


23 


308.5 


3 


.8 


2101 


1 


us- 


08- 


467 


-781-4 


Sequence 


4, Appli 


24 


308.5 


3 


.8 


2101 


1 


us- 


08- 


195 


-487-4 


Sequence 


4, Appli 


25 


308. 5 


3 


.8 


2101 


2 


us- 


08- 


483 


-924-4 


Sequence 


4, Appli 


26 


308,5 


3 


.8 


2101 


3 


us- 


09- 


452 


-294-1 


Sequence 


1, Appli 


27 


308.5 


3 


.8 


2101 


5 


PCT-US93 - 


06160-4 


Sequence 


4, Appli 


28 


304.5 


3 


.7 


1960 


4 


us- 


09- 


538 


-092-1077 


Sequence 


1077, Ap 


29 


304 .5 


3 


.7 


1960 


4 


us- 


09- 


949 


-016-10872 


Sequence 


10872, A 


30 


303 .5 


3 


. 7 


2482 


1 


us- 


08- 


328 


-254-6 


Sequence 


6, Appli 


31 


303 


3 


.7 


3248 


1 


us- 


08- 


353 


-700-1 


Sequence 


1, Appli 


32 


303 


3 


.7 


3248 


5 


PCT-US95- 


16216-1 


Sequence 


1, Appli 


33 


302.5 


3 


.7 


3210 


4 


US- 


09- 


538 


-092-1154 


Sequence 


1154, Ap 


34 


297 


3 


.7 


3878 


4 


us- 


09- 


914 


-259-11 


Sequence 


11, Appl 


35 


294.5 


3 


.6 


2310 


4 


us- 


09- 


874 


-923-120 


Sequence 


12 0, App 


36 


291.5 


3 


.6 


1427 


4 


us- 


09- 


538 


-092-1044 


Sequence 


1044, Ap 


37 


290 


3 


.6 


3259 


4 


us- 


09- 


949 


-016-6507 


Sequence 


6507, Ap 


38 


288.5 


3 


.6 


139 


4 


us- 


09- 


270 


-767-32557 


Sequence 


32557, A 


39 


288.5 


3 


.6 


1362 


4 


us- 


09- 


949 


-016-7033 


Sequence 


7033, Ap 


40 


288.5 


3 


.6 


1530 


4 


us- 


09- 


976 


-594-736 


Sequence 


736, App 


41 


288.5 


3 


.6 


1530 


4 


us- 


09- 


949 


-016-6668 


Sequence 


6668, Ap 


42 


288 


3 


.5 


2733 


4 


us- 


09- 


949 


-016-11433 


Sequence 


11433, A 


43 


282 


3 


.5 


1938 


4 


us- 


09- 


949 


-016-6417 


Sequence 


6417, Ap 


44 


282 


3 


. 5 


2954 


4 


us- 


09- 


150 


-867-1 


Sequence 


1, Appli 


45 


278 


3 


.4 


1940 


4 


us- 


09- 


•538 


-092-901 


Sequence 


901, App 



GenCore version 5.1.6 
Copyright (c) 1993 - 2005 Compugen Ltd. 



OM nucleic 
Run on: 



- protein search, using f rame_plus_n2p model 



February 18, 2005, 19:01:06 ; Search time 476 Seconds 

(without alignments) 
6234.079 Million cell updates/sec 



Title: 

Perfect score: 
Sequence : 

Scoring table: 



US-10-007-047-1 
8122 

1 ccaagcttggtacccccggg. 



.gcatgcnntagagggcccta 4534 



BLOSUM62 
Xgapop 10.0 
Ygapop 10.0 
Fgapop 6 . 0 
Delop 6.0 



Xgapext 0 . 5 

Ygapext 0 . 5 

Fgapext 7 . 0 

Delext 7.0 



Searched: 



1380268 seqs, 327241040 residues 



Total number of hits satisfying chosen parameters: 2760536 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Command line parameters: 

- M0DEL= f rame +_n2p . model -DEV=xlp 

Q=/cgn2_l/USPTO_spool_p/US10 007047/runat_17022005_161812_3111/app_query. fasta_l. 
4 67 9 

-DB=Published_Applications_AA -QFMT=fastan -SUFFIX=n2p . rapb -MINMATCH=0 . 1 
-LOOPCL=0 -LOOPEXT=:0 -UNITS=bits -START=1 -END=-1 -MATRIX=blosum62 
- TRANS =human4 0 . cdi -LIST=45 -DOCALIGN=200 -THR_SCORE=pct -THR_MAX=100 
-THR_MIN=0 -ALIGN=15 - MOD E= LOCAL -OUTFMT=pto -N0RM=ext -HEAPSIZE=5 0 0 -MINLEN=0 
-MAXLEN=2000 000000 -USER=US10007047__@CGN_l_l_652_@runat_17 022005__161812_3 111 
-NCPU=6 -ICPU=3 -NO_MMAP -LARGEQUERY -NEG_SCORES=0 -WAIT -DSPBLOCK=100 
-LONGLOG -DEV_TIMEOUT=12 0 - WARNJT I MEOUT= 3 0 - THREADS = 1 -XGAPOP=10 - XGAPEXT =0 . 5 
-FGAPOP =6 -FGAPEXT=7 -YGAPOP=10 - YGAPEXT =0 . 5 -DELOP=6 -DELEXT=7 



Database : Published_Applications_AA: * 

1: /cgn2_6/ptodata/2/pubpaa/US07_PUBCOMB.pep: * 

2 : /cgn2_6/ptodata/2/pubpaa/PCT_NEW_PUB .pep : * 

3 : /cgn2_6/ptodata/2/pubpaa/US06_NEW_PUB . pep : * 

4 : /cgn2_6/ptodata/2/pubpaa/US06_PUBCOMB . pep : * 

5 : /cgn2_6/ptodata/2/pubpaa/US07_NEW_PUB .pep : * 

6: /cgn2_6/ptodata/2/pubpaa/PCTUS_PUBCOMB.pep: * 

7 : /cgn2_6 /p toda t a/ 2 /pubpaa/US 0 8_NEW_PUB . pep : * 

8 : /cgn2_6/ptodata/2/pubpaa/US08_PUBCOMB . pep : * 

9: /cgn2_6/ptodata/2/pubpaa/US09A_PUBCOMB.pep:* 
10 : /cgn2_6/ptodata/2/pubpaa/US09B_PUBC0MB.pep: * 



11 


/ cgn2 


12 


/cgn2 


13 


/ cgn2 


14 


/cgn2 


15 


/cgn2 


16 


/cgn2 


17 


/cgn2 


18 


/cgn2 


19 


/cgn2 


20 


/cgn2 



_6/ptodata/2/pubpaa/US09C_PUBCOMB.pep 
^6/ptodata/2/pubpaa/US09_NEW_PUB .pep: 
~_6 /ptodat a/ 2 /pubpaa/US 1 0A_PUBCOMB . pep 
_6/ptodata/2/pubpaa/US10B_PUBCOMB .pep 
_6/ptodata/2/pubpaa/US10C_PUBCOMB.pep 
_6/ptodata/2/pubpaa/US10D_PUBCOMB.pep 
_6/ptodata/2/pubpaa/US10_NEW_PUB.pep: 
6/ptodata/2/pubpaa/USll_NEW_PUB.pep: 
_6/ptodata/2/pubpaa/US60_NEW_PUB.pep: 
_6/ptodata/2/pubpaa/US60_PUBCOMB.pep: 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



% 

Result Query 

No. Score Match Length DB 



ID 



Description 



X 


7 49 9 Q 

/ ft z z . o 


Q1 

y jl 


A 


Xft / D 


1 A 
Xft 


US- 


10 


n fi *7 
- u u / 


c\a n o 
- Uft / z 


Sequence 


2, Appli 


9 


fi41 R S 


7 9 
/ y 




1 9 ft 7 


1 4 

Xft 


US- 


10 


- fi fi7 


- DAI - A 
-Uft / — ft 


Sequence 


4, Appli 


-J 


9 m fi r 


£, *t 


ft 
O 


oon 
oy\j 


1 fi 
X u 


US- 


09 


- ft A Q 
~ O ft y 


- fi fi 9 - 1 Q 

o u z x y 


Sequence 


19, Appl 


A 
t 


X O O *± . 3 


1 7 


n 


99 7 


1 fi 


US- 


10 


- fi Q 


-4Q7-fiftfi4 

*±y j Douft 


Sequence 


5804, Ap 


C. 
D 


y\j i . d 


1 1 

X X 




1 07 7 
X \J 1 1 


1 fi 

X o 


US- 


10 


- 7 fi Q 

j b y 


-4Q"l-"lfi"l9 


Sequence 


3632, Ap 


C. 
D 


fi fi a 


Q 

o 


n 

V 


Qfi ft 


1 fi 


US- 


10 


-ICQ 

- o b y 


— 4Q1 1 QCi 

-ft y -> - 1 y d 1 


Sequence 


1951, Ap 


7 


4 fifi fi 




n 


9 fi fi 


1 fi 
X D 


US- 


10 


-9 Qfi 
Z y O 


-1 1 C_1 A1 T 
11D Xft X X 


Sequence 


1411, Ap 


o 
o 


4 1 j 




X 


Z Oft X 


1 A 


US- 


10 


- X / / 


O Q*l AH C\ 

-zyj-ft / u 


Sequence 


470, App 


Q 

y 


a n ft 

ft U O 


q: 


n 
u 


Z D ft D 




US- 


10 


- fi QO 

- U y Z 


yuuA- / b 


Sequence 


76, Appl 


i fi 
J- u 


A fi *7 
ft U / 


c 

Z) 


u 


Z Oft Z 


1 H 
± / 


US- 


10 


A H Q 

-fi / y 


1 C A O 

- / b 4 - Z 


Sequence 


2, Appli 




^97 


4 


Q 

y 


94 9 
y*± y 


1 fi 
X o 


US- 


10 


-4 fi ft 


- 7 fi - 9 fi ft 

/ O Jn ZOO 


Sequence 


268, App 


12 


395 


4 


9 


698 


14 


US- 


10 


-043 


-487-309 


Sequence 


3 09, App 


13 


371.5 


4 


6 


1879 


15 


us- 


10 


-296 


-115-1265 


Sequence 


1265, Ap 


14 


345.5 


4 


3 


1938 


14 


us- 


10 


-171 


-311-164 


Sequence 


164, App 


15 


345.5 


4 


3 


1945 


10 


us- 


09 


-927 


-597-2 


Sequence 


2, Appli 


16 


345.5 


4 


3 


1972 


14 


us- 


10 


-171 


-311-162 


Sequence 


162, App 


17 


345.5 


4 


3 


1972 


15 


us- 


10 


-341 


-434-103 


Sequence 


103, App 


18 


345.5 


4 


3 


1979 


10 


us- 


09 


-927 


-597-4 


Sequence 


4, Appli 


19 


338 


4 


2 


118 


10 


us- 


09 


-764 


-891-3307 


Sequence 


3307, Ap 


20 


326.5 


4 


0 


19723 


15 


us- 


10 


-084 


-846A-5 


Sequence 


5, Appli 


21 


320.5 


3 


9 


19695 


15 


us- 


10 


-084 


-846A-3 


Sequence 


3, Appli 


22 


320 


3 


9 


60 


9 


US-09- 


864- 


761-46124 


Sequence 46124, A 


23 


320 


3 


9 


639 


16 


us- 


10 


-408 


-765A-2802 


Sequence 


2802, Ap 


24 


313 .5 


3 


9 


19662 


15 


us- 


10 


-084 


-846A-6 


Sequence 


6, Appli 


25 


310 


3 


8 


1959 


15 


us- 


10 


-028 


-248A-36 


Sequence 


36, Appl 


26 


310 


3 


8 


1959 


15 


us- 


10 


-107 


-782-36 


Sequence 


36, Appl 


27 


309 


3 


8 


1513 


16 


us- 


10 


-437 


-963-201466 


Sequence 


201466, 


28 


308 


3 


8 


1961 


15 


us- 


10 


-028 


-248A-103 


Sequence 


103, App 


29 


308 


3 


8 


1961 


15 


us- 


10 


-107 


-782-103 


Sequence 


103, App 


30 


304.5 


3 


7 


1960 


15 


us- 


10 


-236 


-031B-62 


Sequence 


62, Appl 


31 


304.5 


3 


7 


1960 


15 


us- 


10 


-028 


-248A-104 


Sequence 


104, App 


32 


304.5 


3 


7 


1960 


15 


us- 


10 


-107 


-782-104 


Sequence 


104, App 


33 


303.5 


3 


7 


19608 


15 


us- 


10 


-084 


-846A-8 


Sequence 


8, Appli 


34 


302 


3 


7 


1959 


15 


us- 


10 


-028 


-248A-106 


Sequence 


106, App 


35 


302 


3 


7 


1959 


15 


us- 


10 


-107 


-782-106 


Sequence 


106, App 


36 


299 


3 


6 


19723 


15 


us- 


10 


-084 


-846A-5 


Sequence 


5, Appli 


37 


298 


3 


7 


860 


15 


us- 


10 


-080 


-334-166 


Sequence 


166, App 



38 


298 


3 


. 7 


860 


15 


us- 


10 


-072 


-012-838 


Sequence 


83 8 Add 


39 


298 


3 


.7 


860 


15 


US- 


10 


-037 


-417-59 


Sequence 


59, Appl 


40 


297.5 


3 


.7 


1178 


14 


US- 


10 


-128 


-714-8240 


Sequence 


8240, Ap 


41 


297.5 


3 


.7 


3899 


14 


US- 


10 


-171 


-311-4 


Sequence 


4, Appli 


42 


297.5 


3 


.7 


3907 


14 


US- 


10 


-171 


-311-2 


Sequence 


2, Appli 


43 


297.5 


3 


.7 


3917 


14 


US- 


10 


-171 


-311-8 


Sequence 


8, Appli 


44 


297.5 


3 


.7 


3925 


14 


US- 


10 


-171 


-311-6 


Sequence 


6, Appli 


45 


297 


3 


.7 


1017 


16 


US- 


10 


-408 


-765A-158 


Sequence 


158, App 



GenCore version 5.1.6 
Copyright (c) 1993 - 2005 Compugen Ltd. 



OM nucleic - protein search, using f rame_plus_n2p model 



Run on: 



February 18, 2005, 18:04:24 



; Search time 142 Seconds 
(without alignments) 
6144.321 Million cell updates/sec 



Title: 

Perfect score: 
Sequence : 



US-10-007-047-1 
8122 

1 ccaagcttggtacccccggg 



gcatgcnntagagggcccta 4534 



Scoring table: 



BLOSUM62 



Xgapop 10.0 , Xgapext 

Ygapop 10.0 , Ygapext 

Fgapop 6.0 , Fgapext 

Delop 6.0 , Delext 



0.5 
0.5 
7.0 
7.0 



Searched: 



283416 seqs, 96216763 residues 



Total number of hits satisfying chosen parameters: 



566832 



Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Command line parameters: 
-M0DEL=f rame+_n2p .model -DEV=xlp 

Q=/cgn2_l/USPTO_spooljp/US1000704 7/runat_1702 2005_161810_3 02 8/app_query.fasta_l. 
4679 

-DB=PIR_79 -QFMT=fastan -SUFFIX=n2p . rpr -MINMATCH=0 . 1 -LOOPCL=0 -LOOPEXT=0 
-UNITS=bits -START=1 -END=-1 -MATRIX=blosum62 - TRANS = human 4 0 . cdi -LIST=45 
-DOCALIGN=2 00 -THR_SCORE=pct -THR_MAX=100 -THR_MIN=0 -ALIGN=15 - MODE = LOCAL 
-0UTFMT=pto -N0RM=ext -HEAPSIZE=500 -MINLEN=0 -MAXLEN=2000000000 
-USER=US10007047_@CGN_l_l_225_@runat_17022005_161810_3 02 8 -NCPU=6 -ICPU=3 
-N0_MMAP -LARGEQUERY -NEG_SCORES=0 -WAIT -DSPBLOCK=100 -LONGLOG 

-DEVJTIMEOUT=120 -WARN_TIMEOUT=3 0 - THREADS =1 -XGAPOP=10 -XGAPEXT=0 . 5 -FGAPOP=6 
-FGAPEXT=7 -YGAPOP=10 -YGAPEXT=0 . 5 -DELOP=6 -DELEXT=7 

Database : PIR 79:* 



1 

2 
3 
4 



pirl : * 
pir2 : * 
pir3 : * 
pir4 : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



Result Query 



NO. 


Score 


Match Length DB 


ID 


Description 


1 


1384 . 5 


17.0 


923 


2 


S44664 


ZK370 3 Drotein - 


2 


976 .5 


12 . 0 


1054 


2 


T30177 


cytoskeleton assem 


3 


883 


10 . 9 


1063 


2 


T18255 


cytoskeleton assem 


4 


655 


8.1 


325 


2 


E88537 


truncated ZK370.3 


5 


650 


8.0 


968 


2 


S63211 


cvtoskeleton assem 


6 


488 


6.0 


362 


2 


T20573 


hvoothetical nrote 


7 


446 


5.5 


468 


2 


T43195 


cvto^kpl pt*nn a^^em 

^ Y UwO/vW-LC wVll CIO O vlll 


8 


405 


5 . 0 


2541 


2 


S11661 


talin - mouse 


9 


378 


4.7 


2491 


2 


A57036 


talin - slime mold 


10 


346 


4.3 


1972 


1 


A41604 


myosin heavy chain 


11 


343 . 5 


4.2 


1976 


2 


A59252 


mvosin heaw rhai n 


12 


334 . 5 


4 . 1 


1410 


1 


A57013 


early endosome ant 


13 


332.5 


4 . 1 


1938 


2 


JC5421 


smooth muscle myos 


14 


332.5 


4.1 


1972 


2 


JC5420 


smooth muscle myos 


15 


327 


4.0 


1690 


2 


T13030 


microtubule bindin 


16 


326.5 


4.0 


1979 


1 


S03166 


myosin heavy chain 


17 


323 . 5 


4.0 


2007 


1 


B43402 


mvosin heaw chain 


18 


316 . 5 


3.9 


1992 


2 


A47297 


mvosin heaw chain 


19 


308 . 5 


3.8 


2101 


2 


A42184 


nuclear mi t*ot~ "i c an 


20 


3 08 


3.8 


1961 


1 


A61231 


mvosin heaw chain 


21 


302 


3.7 


1959 


1 


A33977 


mvosin heaw chain 


22 


298 


3.7 


3187 


2 


JC5837 


364K Golgi complex 


23 


297 


3.7 


1017 


2 


PC4035 


cell -cycle -depende 


24 


294 .5 


3.6 


1938 


1 


A40997 


myosin heavy chain 


25 


293 . 5 


3.6 


848 


2 


A44972 




26 


293 . 5 


3.6 


1620 


2 


S61535 


nucleotide -binding 


27 


293 


3.6 


1642 


2 


T08880 


NMDA receisfcoir-bind 


28 


292 . 5 


3.6 


725 


2 


A47168 


cardiac morohoaene 


29 


292 


3.6 


1927 


2 


A59236 


embrvonic muscle m 


30 


291.5 


3.6 


879 


2 


A48575 


paramyosin - nemat 


31 


291 . 5 


3.6 


1175 


2 


D35815 


mvosin heaw chain 

1 1 IV V*S *J -i- 4- X X X V— W4 v y w X 1 U J- XX 


32 


291. 5 


3.6 


1201 


2 


B35815 


mvosin heaw chain 

1 1 1 Y ^ XX 41w CX v y \* X X CL ^ XX 


33 


291.5 


3.6 


1427 


2 


S22695 


restin - human 

1. Ulll HUlllull 


34 


291 


3.6 


746 


2 


T47237 


mvosin II heaw ch 


35 


290 . 5 


3.6 


1957 


2 


T38077 


hvnot - hf*t" t ca 1 coi 1 <=* 


36 


290 


3.6 


3259 


1 


A5653 9 


ni anH n — human 


37 


289.5 


3.6 


1475 


2 


T33318 


hypothetical prote 


38 


288.5 


3.6 


1175 


2 


C35815 


myosin heavy chain 


39 


288.5 


3.6 


1201 


2 


A35815 


myosin heavy chain 


40 


288.5 


3.6 


2385 


2 


A32491 


myosin heavy chain 


41 


288.5 


3.6 


2411 


2 


B32491 


myosin heavy chain 


42 


288 


3.5 


1940 


2 


A59287 


myosin heavy chain 


43 


288 


3.5 


3225 


2 


152300 


giantin - human 


44 


285.5 


3.5 


2442 


2 


T08621 


centrosome associa 


45 


285 


3.5 


1269 


2 


F84730 


probable myosin he 



GenCore version 5.1.6 
Copyright (c) 1993 - 2005 Compugen Ltd. 



OM nucleic - protein search, using f rame_plus_n2p model 



Run on: 



February 18, 2005, 18:01:24 



; Search time 714 Seconds 
(without alignments) 
6503.549 Million cell updates/sec 



Title: 

Perfect score: 
Sequence : 



US-10-007-047-1 
8122 

1 ccaagcttggtacccccggg 



gcatgcnntagagggcccta 4534 



Scoring table: 



BLOSUM62 



Xgapop 10.0 
Ygapop 10.0 
Fgapop 6 . 0 
Delop 6 . 0 



Xgapext 
Ygapext 
Fgapext 
Delext 



0.5 
0.5 
7.0 
7.0 



Searched : 



1612378 seqs, 512079187 residues 



Total number of hits satisfying chosen parameters: 



3224756 



Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Command line parameters: 
-M0DEL=f rame+_n2p . model -DEV=xlp 

Q=/cgn2_l/USPTO__spool_p/US10007047/runat_17022005_161809_3017/app_query.fasta_l. 
4679 

-DB=UniProt_03 -QFMT=fastan -SUFFIX=n2p . rup -MINMATCH=0 . 1 -LOOPCL=0 -LOOPEXT=0 
-UNITS=bits -START=1 -END=-1 -MATRIX=blosum62 - TRANS =human4 0 . cdi -LIST=45 
-DOCALIGN=200 -THR_SCORE=pct -THR_MAX=100 -THR_MIN=0 -ALIGN=15 - MODE = LOCAL 
-OUTFMT=pto -NORM=ext -HEAPSIZE=50 0 -MINLEN=0 -MAXLEN=2000000000 
-USER=US10007047_@CGN_l_l_859_@runat_17022 005_161809_3 017 -NCPU=6 -ICPU=3 
-NO_MMAP -LARGEQUERY -NEG_SCORES=0 -WAIT -DSPBLOCK=100 -LONGLOG 

-DEV_TIMEOUT=12 0 -WARNJTIMEOUT=3 0 - THREADS =1 -XGAPOP=10 -XGAPEXT=0 . 5 -FGAPOP =6 
-FGAPEXT=7 -YGAPOP=10 -YGAPEXT=0.5 -DELOP=6 -DELEXT=7 

Database : UniProt 03:* 



1: 
2 : 



uniprot_sprot : * 
uniprot_trembl : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



% 

Result Query 



SUMMARIES 



No. Score Match Length DB ID 



Description 



1 


5180 


63 . 


g 


1030 


1 


HTP1 HUMAN 


000991 


hnmn eani on 


2 


3998 


49 . 


2 


906 


2 


08VD75 


08vd7S 

O V U / J 


III LX O U1U&LUX.U 


3 


2613 .5 


32 . 


2 


1066 


2 




yuaxiV j 


ACiiupuo lac 


4 


2570 


31 . 




1068 


2 


06X976 


D6v9 76 


orvrhnl amies 


5 


2569 


31 . 




1083 


2 


06Z077 


06zrr77 


mnc; mn «?/-<■] 1 ii 

UlUO lUUDV^UXU 


6 


2564 


31 . 


6 


1068 


1 


HIPR HUMAN 


075146 


homo cjani 


7 


2562 . 5 


31 . 




1068 


1 


HTPP MOTJ9E 




llluo UlU.OV_U.XU. 


g 


2560 


31 . 


c; 


1079 


2 


H99PW9 

y J ^ Ir rt ^ 


^ _7 J7 W 27 


I aL LUb IIUI V 


9 


2558 . 5 


31 . 


5 


1068 


2 


Q6P1F5 


Q6plf 5 


muc; mi ic ful u 


10 


2555 . 5 


31 . 


5 


1068 


2 


09D689 


09H689 


miiQ miiQPii 1 n 


11 


2551.5 


3 1 . 


4 


1008 


2 




06 "i Y~m ft 
yu X X UlO 


YPnonii c 1 ao 

ACIiUpUb X CtC 


12 


1856 


22 . 


9 


377 


2 


O8C303 


you j v j 


mi l q rm i e r*i i 1 n 


13 


1600 


19 . 


7 


973 


2 


O7PMU0 


07rjnrm 0 


AriO"nV>^l ^cs n 
cuiupiicxco y 


14 


1489 . 5 


1 8 


3 


61 5 


2 


O6NXO8 


Dfinvn ft 


homo oani ci n 
mjuitj bapicn 


15 


1402 


17 . 


3 


682 


2 


O80UP1 


08 Oiinl 


mil*? miicsfiilii 

1 1 L LX O 1 1 1 LX O v_- LX J. Li. 


1 6 

J. o 


1 1 99 
x Jj y z 


1 7 
x / . 


i 

X 


99 7 

-7Z / 


n 

X 


OJ-LM.Z v_M.J_j Hi J_i 


O09 ^9 ft 
z J z O 


CacnorilaJJUJ. 


1 7 


1 9 R1 

X Z O X 


1 R 


Q 
O 


1 1 94 

X X z *± 


z 






LAX UoUpilll d 


1 fl 


1919 

X Z X J7 


1 ^ 


n 

u 


i n ft 7 


o 
z 






UlUoOpiilXd 


1 9 


1 07R 
x u / o 


1 7 




4 9^ 
*± z o 


o 
z 


y on-A.v».f± 


^ift Vivr" 4 




20 


1045 


12 . 


9 


230 


2 


08VHU1 

VZ v» viiux 


Oftvhii 1 

yo V XI IX JL 


X- d L, L, LX tD 11VJ X. V 


2 1 


986 


12 . 


1 


1053 


2 




rj6rTTr4 
yotn^t 


varTOwi a 1 i 
y ai xuwid xx 


22 


976 . 5 


12 . 


o 


1054 


2 


094097 


094097 


VP3T"TOW1 3 1 "1 
y ax xuwxci x. j. 


23 


932 . 5 


11 . 


5 


1053 


2 


Q7SDY1 


Q7sdyl 


11C UX UO L/Ul Cl 


Z *± 


ft ft 

O O J 


i n 

X U . 


Q 

-/ 


106"} 


z 


HQl 9R9 


09^ 9R9 

W -7 J -7 O -7 


panHi Ha a 1 K 
v_ctxivXXLxct alJJ 


25 


867.5 


10 . 


7 


316 


2 


08BPA2 


OShna9 


lllLX O 1 1 ILX O V_> LX J. LX 


9 6 

Z O 


ft 64 ^ 


1 0 




1092 




9T.A9 qpHPO 

O XJXAZ Owlix 


Q9p6l5 


coVit *70QaooH 


9 7 
z / 




Q 

J . 


4 




2 


074698 


074 698 


V-« CX11LX J. ua C* X. LJ 


9 ft 
z o 


79^ R 


Q 

o . 


Q 


94 9 


9 
z 


yooxtj j 


06h i 




9 9 

Z -7 


64 ft 


Q 

o . 


n 


96 ft 

D O 


1 

X 




r j jo 


can r» Vi a rnmvr 


-J VJ 


6"}R ^ 


7 


Q 

Z/ 


7 R 1 


9 
z 




O Rmrrlc 1 

y Oil Jv J. 


L1X L/O W 1XX -L CL 


1 1 


D X _> 


7 


f. 
D 


959 


9 
z 


O6FP04 


06f n04 
yo v/*x 


ranHi Ha rrl a 

L^dllLXX-V^<.Ci. Lj j. M 


"3 9 
J z 


A ft ft 




n 
u 


69 


9 
z 


069 14 9 
\JO Z Xft z 


H69 1 4 9 

W D Z Xfr Z 


na pnAT*ViaViH i 

L. CtCIlLJX IlCtJjLXX 




4 fin ^ 
ft o u . o 


c 

J . 


q 

-7 


9614 
Z O X *± 


9 
z 


097(m4 


0970^4 

W«7 / V «J *± 


H i r>f \/nchpl i 
uiutyuo icii 


xl 


Ann c; 


C 

D . 


q 

-7 


4 4 0 
ft ft U 


9 
z 




\i f \j ' y j 


■on nVii a annii 
kyXL,IlXct ciiiyu 




491 


J . 


9 
z 


9 R^O 

Z *J \J 


9 
z 




y ^ lx ly j 


homo ctaTii ph 
1XLJU1LV ocipicii 


^ 6 


416 
ft io 


C 

D . 


X 


9 R4 1 
z D ft X 


9 
z 


nft6vnn 

yo DIL/u 


y o oyuo 


"h r^mo oani on 
ixuuiLx bapicii 


37 


415.5 


5 . 


1 


2541 


2 


O8AWT0 


08awi 0 


^-H C* -1- -i- U O C4. -L. 


38 


413 


5 . 


1 


2541 


1 


TLN1_HUMAN 


Q9y490 


homo sapien 


39 


407 


5 . 


0 


2542 


1 


TLN2 _HUMAN 


Q9y4g6 


homo sapien 


40 


405 


5 . 


0 


2541 


1 


TLN1_M0USE 


P26039 


mus musculu 


41 


404 


5 . 


0 


1452 


2 


Q8CDM9 


Q8cdm9 


mus musculu 


42 


401 


4 . 


9 


2564 


2 


Q80TM2 


Q80tm2 


mus musculu 


43 


395 


4 . 


9 


2717 


2 


Q7QJE3 


Q7qje3 


anopheles g 


44 


389.5 


4. 


8 


1775 


2 


Q68FD6 


Q68fd6 


mus musculu 


45 


383 .5 


4 . 


7 


671 


2 


Q6CUQ3 


Q6cuq3 


kluyveromyc 



GenCore version 5.1.6 
Copyright (c) 1993 - 2005 Compugen Ltd. 



OM nucleic 
Run on: 



Title: 

Perfect score: 
Sequence : 

Scoring table: 



nucleic search, using sw model 

February 21, 2005, 01:06:15 ; Search time 18809 Seconds 

(without alignments) 
11680.363 Million cell updates/sec 

US-10-007-047-1 
4534 

1 ccaagcttggtacccccggg gcatgcnntagagggcccta 4534 

IDENTITY_NUC 
Gapop 10.0 , Gapext 1.0 



Searched: 4708233 seqs, 24227607955 residues 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% • 
Maximum Match 100% 
Listing first 45 summaries 



9416466 



Database 



GenEmbl : * 



1 




gb_ba : * 


2 




gbjitg : * 


3 




gb_in : * 


4 




gb_om : * 


5 




gb_ov : * 


6 




gb_pat : * 


7 




gbjph : * 


8 




gb jpl : * 


9 




gb_ pr : * 


10 : 


gb_ro : * 


11: 


gb_sts : * 


12 : 


gb_sy : * 


13 : 


gb_un : * 


14 : 


gb_vi : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



Result 
No. 



Score 



% 

Query 

Match Length DB 



SUMMARIES 



ID 



Description 



1 3864.4 

2 3864.2 

3 3859.6 



85 .2 
85 .2 
85.1 



4707 
4714 
6626 



CQ728008 
HSU79734 
AX828392 



CQ728008 Sequence 
U79734 Human hunti 
AX828392 Sequence 





A 


3 7 


. 8 


89 
0 z 


Q 
• 0 


*± / y \j 


D 


rtK X J J D Z D 


hkidjozd ocquciice 




c; 


3754 


. 8 


82 


. 8 


4796 




RD997037 


P.TJ9 9 7 ft 7 7 A Y>/™\T^t* r><5 -1 
Di/Z Z / Uj / ApupLOSlS 




c. 
o 


J V O O 


. 2 


68 


1 1 


O \J Z/ J 


q 


AF36^404 


Hr jg DflUfi flCJluO Sa.pi 




7 


2364 


. 6 


52 


. 2 


634 R 
0 j ^ j 


1 0 

X VJ 


RP01 7S1 ft 


dp ni 7^1 ^ Mi 1 0 mi 1 
Dv^vl / DID rlUB ITIU.SCU. 




ft 
O 


1664 


, 4 


36 


. 7 


2301 


0 


ART S369 8 

ftl\ X J J 0 z 0 


ADI C "1 £Z 9 O Carnionpa 
nAlJ jOZO OCl^UCllCC 




Q 
y 


1664 


# 4 


3 6 


. 7 


2301 




RD99703 9 


RT^999ft*l Q A t^i I - oi c? -J 0 
DUZ Z / \J j y npupLUblb 




i o 

X \J 


1163 


. 4 


25 


, 7 


1201 


q 


non x x ri\v 


VftqA9ft T-T cani ones m 

1 \j y*± n. bctpiciib ui 




1 1 
X X 


1 1 

j. 1 j j 


. 2 


2 5 


q 
• ~? 


1 1 64 

X X 0 *± 


c 

D 


adi ^3 69 c: 


ADI C T O C Oomionr'o 

hkij jdzj sequence 




X z 


1 1 


9 

. z 


9 ^ 

Z .J 


c 

• -D 


1 1 64 


C. 
D 


Rfi9 9 7 ft "I C 


DiJZZ / U j 0 HpuptOSIS 




1 3 

X J 


x x x 0 


A 
- *x 


94. 

z *± 


7 


■571 C 
O / xo 


O 


nKlDJ b b X 


AKiDJbbi sequence 




1 4 
Xfx 


111ft 
1110 


. *± 


94 

Z rx 


7 


371 R 


0 


RD997079 

I3JJZ Z / U / Z 


DFl997ft79 annnh 00 -1 c 
DUZZ /U /Z HpopLOSIS 




1 ^ 


111ft 

X X J- 0 


• *± 


94 
z 1 


7 


371 ^ 

O / X J 


q 
y 


WQZiHTPTO ft 


ATTft^99Rft Unmn cam' 




1 6 
X D 


1 1 1 6 

X X X 0 


ft 


94 
z *± 


. 0 


1 34 Q7 Q 

X J *± -7 / .7 


q 

y 


7\pn 1 ft 79 0 

nv VJ X O / Z U 


A P n 1 ft99ft U/^\mrt cam 
HCUIO / ZU xlvJlllU bopi 




1 7 

J. / 


1110 
x x x u 


. O 


94 
z *± 


c; 


1 ft 03 QQ 
x 0 \j j y y 


9 
z 


AP07Q9 R9 

i-Hw U / -7 Z 3 Z 


Ap09Q9c;9 Uomo cani 
n^.U /27Z3Z rlUniU Sapi 


c 


1 ft 
-L O 




. b 


9 4 
Z 1 


1 

. X 


1 ft 7 qi c; 

XOO 313 


z 


ar , ft77 q^9 


alu / jyo / riomo sapi 


c 


1 Q 

j. y 


1088 


.8 


94 
z ft 


ft 


1 7 1 3 9 Q 

X / X j Z j? 


9 
z 


API 477ft ^ 

MS— X ft / / O J 


API A11QC, Dan 

rlV-Xft / too rcLIl CxOgX 




9 o 

z u 


1085 


.2 


9 3 

Z -J 


q 

. -7 


1 79 1 0 ^ 

X / Z X \J J 


q 


APO Q3 1 3 ^ 


AP0Q313R Pan h mnl 


c 


9 1 

z j. 


1085 


.2 


9 7 

Z J 


Q 
. -7 


1 QQ670 

X -7 _7 O /V/ 


q 


API 49 3 03 

M.v_ X fx Z j \J J 


AP1A9303 Dan hrnnl 
HLl*iZ Ju J xra.Il UXOyX 


c 


9 9 
z z 


1085 


.2 


9 7 

Z j 


q 

♦ y 


991 0Q1 
z z x u y x 


q 

-7 


API 4699ft 
X *± b z z 0 


API 4699ft Dan hrnnl 
rlv- X ft b Z Z O irdll UiOyX 




9 "7. 

Z O 


973 


.2 


9 1 
Z X 


c 

. D 


A A 1 9 
fx fx X Z 


1 ft 

X u 


RPft 6 1 ft 1 
U b D X U X 


DPO^^I ftl M11 e mn c r^n 
DLUD jIUI l Y JU.5 lUUSCU 




9 A 
Zfr 


971 


.6 


9 1 
Z X 


A 
. ft 


A "5 "5 9 

T J J Z 


1 ft 
X u 


Aifi 9 q 1 ft 9 
X Z J7 X O Z 


AW19qift9 Mile mil enn 

Aiviz^xoz i y i us mu.se u 




9 c: 
Z D 


970 


9 1 
Z X 


A 
. * 


391 0 
J Z X u 


1 0 


AP99 1713 
M.r z z x / x j 


ATI*991 71 3 Mi i g mnepii 
e\r z z x / x J nuo iuu.o u 




z b 


970 


9 1 
Z X 


. ft 


■5Q7Q 

jy/y 


b 


adi ci'a ^9 q 


ADI ^ 1 O Q Q ^ /-ti 1 r~> -n <^~» <~> 

hkidjoz^ ocquencc 




9 7 
z / 


970 


9 1 

Z X 


A 


3 Q7 Q 
0 y 1 y 




RD99704 0 

DJJZ Z / U1U 


"R'n997040 Z\nnnt" nc;i c 

DUZZ / <J rfc U rtpup LUb lb 




O ft 

z o 


961 


. 8 


0 1 
Z X 


. Z 


A 1 cc 
ft Xb D 




A T7 9 ft 9 q "3 

AU / zU z y 0 


AT79ft9qi nallne rra 


c 


9 Q 
Z ;7 


955 


.8 


9 1 
Z X 


. X 


1 ^7q09 
xo / O \J z 


9 
z 


API 4 ^ fl49 

X fx 3 O fx Z 


AP14^ft49 Dani 0 ami 
nL> X *± «J O rx Z XT Ct^J X VJ clilU. 


c 


j u 


955 


.8 


9 1 
Z X 


• X 


xyz UjU 


q 

-7 


Ann q9 4 ft 6 
u i7 z ft u b 


APftq9AftC Dani r> ami 
HLU7Z4UO rdpivj cillU 




J X 


951 


.4 


9 1 
Z X 


. u 


3 9 07 


A 


AV9 60 Q06 


AY960Q06 Drvrfnl 




^ 9 
o Z 


942 


.2 


9 0 
Z U 


ft 


4 9 Q3 

ft z y 0 


1 0 
X u 


AR00R0R9 


AR00R0R9 DahhiiG nn 






926 


.4 


9 ft 
Z U 


. fx 


A A R 7 
ft ft D / 


b 


PHft ^1 ^9 £ 

uyo b Xbz b 


PO Q (Z 1 <C O Oomionpo 
L^ODIOZO OctjUcIltC 




1 A 


926 


.4 


9 ft 
z U 


A 
. ft 


A A C7 
ft ft D / 


Q 

y 


AI5U Xft D D D 


ADftl AR^>R Worrit oani 






861 


.2 


1 Q 
X y 


. u 


1 1 ft 6 


b 


PP7 9 q 6 ft 3 


PPi7 9 ^ 6 ft 3 Qprnipn^o 
/Z jDOj OC^UCHwC 




j b 


838 


.2 


1 Q 
X O 




A ft C7 

ft u b / 




ft P ft 7 7 1 ft 9 
/ / X 0 Z 






0 / 


815 


.6 


1 Q 
1 O 


. U 


A C ft ft 
ft D U O 


b 


A Y7 ft 1 1 9 ft 
HA / O X XZ U 


AY7R1 1 9ft Cpmipnpp 




1 Q 
J O 


802 


.2 


T "7 
1 / 


. / 


*3 1 Q ft 


c 

D 


ftpft 9 ft ft 9 q 
dlu / u 0 z y 


DPft7ftft9b Ypnnniic 1 




39 


758 


.8 


16 


. 7 


3 726 


10 


nprtn ^0 00 

BLUjdz 00 


dlujdzoo mus muscu 




40 


715 


.4 


15 


.8 


3876 


9 


AB013384 


ABO 13 3 84 Homo sapi 




41 


695 


. 8 


15 


.3 


1365 


5 


CR733418 


CR733418 Gallus ga 


c 


42 


640 


. 8 


14 


.1 


71103 


2 


AC026507 


AC026507 Homo sapi 




43 


563 


.4 


12 


.4 


601 


6 


AX321326 


AX321326 Sequence 




44 


560 


.6 


12 


.4 


2009 


9 


BC067085 


BC067085 Homo sapi 




45 


557 


.8 


12 


.3 


814 


10 


AF388529 


AF388529 Rattus no 



GenCore version 5.1.6 
Copyright (c) 1993 - 2005 Compugen Ltd. 



OM nucleic - nucleic search, using sw model 



Run on: 



February 21, 2005, 00:54:00 ; Search time 2200 Seconds 

(without alignments) 
12200.049 Million cell updates/sec 



Title: 

Perfect score: 
Sequence: 



US-10-007-047-1 
4534 

1 ccaagcttggtacccccggg gcatgcnntagagggcccta 4534 



Scoring table: 



I DENT I T Y__NUC 

Gapop 10.0 , Gapext 1.0 



Searched: 



4390206 seqs, 2959870667 residues 



Total number of hits satisfying chosen parameters: 8780412 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



Database : N_Geneseq_16Dec04 : * 

1 : geneseqnl980s : * 

2 : geneseqnl990s : * 

3: geneseqn2000s : * 

4 : geneseqn2001as : * 

5 : geneseqn2001bs : * 

6: geneseqn2002as : * 

7 : geneseqn2002bs : * 

8 : geneseqn2003as : * 

9: geneseqn2003bs : * 

10 : geneseqn2003cs : * 

11 : geneseqn2003ds : * 

12 : geneseqn2004as : * 

13 : geneseqn2004bs : * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 



1 


4532 


100 


.0 


4534 


10 


ACC85533 


ACC85533 


Human HIP 


2 


3911 


86 


.3 


3911 


10 


ACC85534 


ACC85534 


Human HIP 


3 


3869 


85 


.3 


6624 


13 


ADQ86162 


Adq86162 


Human turn 


4 


3867 


85 


.3 


6623 


13 


ACN38651 


Acn38651 


Tumour -as 



5 


3859 . 6 


85 


. 1 


6626 


12 


ADK60461 


AHVt604 61 Unrfi nrrono 




3859 . 6 


85 


, 1 


6626 


12 


ADK60764 


AHV60764 Zinrfi nrrono 
nujvou / o i ruiy xuyciic 


7 


3859 . 6 


85 

O J 


m i 


662 6 


12 


ADN017 66 


ZiH"n01766 Wnman V»nr« 
ZiUllV X / o q nun lei 11 X1U.I1 


8 


3859 . 6 


85 


, i 


6626 


12 


ADP73086 


AHri71086 AncrS r^a&ne* 
/ j u o o niiy x uyc lie 


9 


18 5 9 c. 

J O J J • O 


85 

O ~) 


. 1 


662 6 


13 


ADP21862 


Arfn91869 PRO nnlvn 


10 


j / j . o 


82 


. 8 


4796 


2 


AAT67 1 87 


Aa<-671ft7 Hiinl- -j not" i 
rAct l_ o / xo / nun U Xll^ l~ X 


1 1 

X J. 


17 50 

J / J w 


89 


m 7 


4796 


1 
-> 


AA7.5 874 6 


naZjo / ft D riU.Ula.il ilUil 


12 


1 669 8 

X O O A • o 


16 


t 7 


9101 

a J V X 


1 
j 


A A7 5 874 8 


2\a i 75ft74ft Mrtncp nnn 


13 


1155 . 2 


25 


. 5 


1164 


2 


AAT67 1 86 


Aai~671ft6 Hnnhi nat^i 

/-1CIL.O / XOO nUHLlll^ LI 


14 


1155 9 
X X J j • ^ 


9 5 
^ j 


• j 


1164 

X X O *T 


1 
j 


AA75 8 74 5 
nA6 jo < t J 


A-3r 7 crp'7/i c Unman Vtnn 
M.d ljo / *± j nuiUa.il ilUil 


X J 


X X X O • 1 


94 


m 7 


171 5 

J / X J 


1 

j 


AA7.587 81 

r\f^£j J O / O X 


Aa-^5ft7ft1 Wnman HTD 
na Zi JO f OX nuiUa.il nir 


16 


1116 . 8 


24 


. 6 


65454 


12 


ADN01771 


AHnOI 771 Unman nnn 
nuiiu x / / j nuiuciu iiu.ii 


17 


970 


21 


# 4 


1979 


1 


AA75 8 74 9 


7 ^ Q Moil Vinn 
na^jo / i ? nuubc iiuii 


X O 


996 4 


90 


# 4 


4457 


1 1 

X J 


ADP59 908 


AH-r59Q0ft rirnn t-h^r- 


19 


924 . 8 


20 


# 4 


4461 


13 


ACN1 95 95 


Apnl95 9 5 Tnmon'r — a q 


20 


815.6 


18 


. 0 


4508 


10 


ADP89791 


Adf 89791 tiPulcaFTni ^ 


21 


715 . 4 


15 


. 8 


3 876 


10 


AAD54024 


AA<i54094 Human ml 




561 4 


1 9 
xz 


/i 
. *± 


6 01 

DUX 


c 

D 


7\AOfi1 7 Q7 


RdbDl /?Z J-iUliy Sltlax 


91 


48"} 9 


1 0 

X \J 


7 


1951 
j ^ j j- 


J 


AA758747 


2ia , 75fl747 Wnman Vinn 
rtd ti J o f *± / n U. LI La. 11 ilUil 


24 


415.8 


9 


. 2 


482 


10 


ADD19 881 


AHH19881 Human mit- 

rtUU J £ O O X ix Lillian lllX L. 


9 5 


1 94 4 


Q 
O 


7 


5851 


1 9 
x ^ 


ADTC601 09 

rUJl\D UjU7 


i^iiyxoyeiie 


26 


3 94 . 4 


8 


. 7 


5853 


12 


ADK60610 


nujvouoiv rsiiy ±uy CLLC 


97 


"3 94 4 


o 
o 


_ 7 


5851 

JO J J 


1 9 
x 


ADP71911 


AHt~i71911 Jinrri nneno 
nup / J ^ J J nll^lU^CilC 


28 


3 93 


8 


B 7 


393 


12 


ADK602 61 


AnV60961 Anh l qptiqp 


9 9 


1 91 

J 


Q 
O 


7 


191 


1 9 
x 


ADK60564 


fiLLA.DU DDI rtllLlbCLLbC 


i n 


1 91 


o 
o 


7 


191 


1 9 
X z. 


ADP7 1187 

rUJ ±r / j X O / 


Z1Ht^711 ft7 Zinrr*5 rtnono 
rt.Li^j / j xo / rtiiyiuLjciic 


1 1 


1 69 8 


o 


o 
. z 


9106 

Z X V O 


A 
*± 


AAU1 fill 9 


Hah1ftll9 Human r-FiM 
nctUlo j nUUIdil L-UIN 


1 9 


154 


7 
i 


p 


561 

J D X 


1 1 
X j 


7\nn5 1 5 1 8 

i-iX^^D J J J O 


HUtjj j j jo INOVcl Call 


1 1 


141 

J *± X 


7 


e 

. J 


74 6 
/to 




AAT408 699 


rtan uooj? n uuiaii UiM 


1 A 


HI 


7 


. J 


111 


D 


A 7QO 


&ac£1 r 7fl9 T.im r% emol 
rtdbOi / OZ iiUng blUdl 


1 5 

j j 


1 09 


D 


7 


51 ft 


*± 


A&T49 717 
r\M.X*± Z / X / 


A'ai 49 717 DrnV>P iil 1 


1 6 


109 6 
j vj ^ . o 


o 


7 


51 ft 


4 


AAK1 6 916 


ZiaWl691 6 Human V^on 
naJvjo Jio nuiiiaii dull 


1 7 


109 6 


o 


4 7 


51 ft 
J x o 


4 


AAK1 1 091 

rtrtXVX Xv7J 


nctJVllU? J nuiuaii X/^.a 


1 8 


109 6 


O 


4 7 


51 8 
J x o 


4 


AR C ?16587 


AHc:lfiR87 Human 1 -iv 
nuo jo jo / n Lillian xxv 


1 9 


109 6 


D 


7 


51 8 
J X o 


D 


ado 1 0 99 4 


A Vic 1 OQ9A Hi iman o n 

rtDoiu jzi nuiuaii yen 


40 


236 


5 


.2 


484 


9 


ACH40550 


Ach4 0550 Human foe 


41 


197.4 


4 


.4 


404 


10 


ACC85536 


Acc85536 Human HIP 


42 


187 


4 


.1 


436 


3 


AAZ58765 


Aaz58765 Human hun 


43 


186.2 


4 


. 1 


3911 


4 


ABL17083 


Abll7083 Drosophil 


44 


186.2 


4 


. 1 


4115 


4 


ABL17085 


Abll7085 Drosophil 


45 


184 


4 


.1 


184 


4 


AAI55778 


Aai55778 Probe #24 



GenCore version 5.1.6 
Copyright (c) 1993 - 2005 Compugen Ltd. 



OM nucleic - nucleic search, using sw model 



Run on: 



Title: 

Perfect score: 
Sequence : 

Scoring table: 



February 21, 2005, 08:18:12 ; Search time 2330 Seconds 

(without alignments) 
11501.369 Million cell updates/sec 

US-10-007-047-1 
4534 

1 ccaagcttggtacccccggg gcatgcnntagagggcccta 4534 

IDENTITY_NUC 

Gapop 10.0 , Gapext 1 . 0 



Searched: 



5384158 seqs, 2955248155 residues 



Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



10768316 



Database 



Published_Applications_NA: * 

1 : /cgn2_6/ptodata/l/pubpna/US07_PUBCOMB . seq : * 

2 : /cgn2_6/ptodata/l/pubpna/PCT_NEW_PUB. seq: * 

3 : /cgn2_6/ptodata/l/pubpna/US06_NEW_PUB . seq : * 

4 : /cgn2_6/ptodata/l/pubpna/US06__PUBCOMB . seq : * 

5 : /cgn2_6/ptodata/l/pubpna/US07JtfEWJPUB.seq: * 

6 : /cgn2_6/ptodata/l/pubpna/PCTUS_PUBCOMB . seq : 

7 : /cgn2_6/ptodata/l/pubpna/US08_NEW_PUB . seq : * 

8 : /cgn2_6/ptodata/l/pubpna/US08_PUBCOMB . seq : * 

9 : /cgn2_6/ptodata/l/pubpna/US09A_PUBCOMB. seq: 

10 : /cgn2_6/ptodata/l/pubpna/US0 9B_PUBCOMB . seq 

11 : /cgn2_6/ptodata/l/pubpna/US09C_PUBCOMB . seq 

12 : /cgn2_6/ptodata/l/pubpna/US09_NEW_PUB. seq: 

13 : /cgn2_6/ptodata/l/pubpna/US10A_PUBCOMB . seq 

14 : /cgn2_6/ptodata/l/pubpna/US10B_PUBCOMB . seq 

15 : /cgn2_6/ptodata/l/pubpna/US10C_PUBCOMB.seq 

16 : /cgn2_6/ptodata/l/pubpna/US10D_PUBCOMB. seq 

17 : /cgn2_6/ptodata/l/pubpna/US10E_PUBCOMB.seq 

18 : /cgn2_6/ptodata/l/pubpna/US10F_PUBCOMB. seq 

19: /cgn2_6/ptodata/l/pubpna/US10_NEW_PUB. seq: 

20 : /cgn2_6/ptodata/l/pubpna/USll_NEW_PUB. seq: 

21: /cgn2_6/ptodata/l/pubpna/US60_NEW_PUB. seq: 

22 : /cgn2_6/ptodata/l/pubpna/US60_PUBC0MB. seq: 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 

% 

Result Query 



tfo. 


Score 


Match Length DB 


ID 


Description 


1 


4532 


100 


.0 


4534 


15 


US-10-007-047-1 


Secruence 1 AddH 


2 


4532 


100 


.0 


4534 


18 


US-10-767-325-1 


Secruence 1 Aooli 


3 


3911 


86 


.3 


3911 


15 


US -10-007- 04 7-3 


Secruencp 3 Ann 1 i 


4 


3911 


86 


.3 


3911 


18 


US-10-767-325-3 


Secruence 3 Ann 1 i 


5 


3859. 6 


85 


.1 


6626 


17 


US-10-293-864-4 


Secruence 4 Annli 


6 


1116 . 8 


24 


.6 


65454 


17 


US -10-293-8 64 -11 




7 


926.4 


20 


.4 


4457 


18 


US -10-775- 169-259 


Secruence 2 59 Atdid 


8 


715 . 4 


15 


.8 


3876 


10 


US-09-849-602 -4 


Secruence 4 Ann! i 


9 


563 .4 


12 


.4 


601 


9 


US -09-833-7 90 -343 


Secruence 34 3 Ado 


10 


331 


7 


.3 


331 


9 


US -09-833-790-333 


Seouence 33 3 Aoo 


11 


302 . 6 


6 


.7 


518 


9 


US -09-864 -761-133 07 


Secruence 13307 A 


12 


236 


5 


.2 


484 


10 


US -09-918-9 95 -27762 


Secruence 27762 A 


13 


197 . 4 


4 


.4 


404 


15 


US -10-007- 04 7-6 


Secruence 6 Annl "i 


14 


197 . 4 


4 


.4 


404 


18 


US-10-767-325-6 


Secruence 6 Annli 


15 


184 


4 


.1 


184 


9 


US -09- 864 -761-2 9870 


Secruence 99870 A 


16 


181. 6 


4 


.0 


1038 


17 


US -10-296-1 15 -672 


Secruence 672 Ann 


17 


169. 6 


3 


.7 


469 


10 


US -09-918-995 -28069 


Secruence 28069 A 


18 


155 . 6 


3 


.4 


357 


10 


US -09-7 64 -891- 62 0 


Secruence 62 0 Ann 


19 


144 . 6 


3 


.2 


577 


9 


US -09-8 64 -761-8117 


Secruence 8117 An 


20 


141 


3 


. 1 


141 


9 


US -09- 864 -761-24860 


Secruence 94860 A 


21 


141 


3 


. 1 


2080 


17 


US-10-108-2 60A-3 87 


Secruence 3 87 Ann 


22 


126 . 6 


2 


. 8 


161 


16 


US -10-029-386-16651 


Secruence 16651 A 


23 


126 . 6 


2 


. 8 


564 


16 


US -10-029-386-2951 


Secruence 2951 An 


24 


126 . 4 


2 


. 8 


3231 


17 


US -10-369-493-27319 


Secruence 27319 A 


25 


117 . 6 


2 


.6 


1835 


13 


US -10-012-690-1 


Secruence 1 Ann! t 


26 


104 


2 


.3 


675 


18 


US -10 -653 -047 -4385 


Secruence 4 38 5 An 


27 


102 


2 


. 2 


556 


18 


US-10-653-047-590 


Secruence 590 Ann 


28 


91 . 8 


2 


. 0 


1315 


17 


US -10-264-049-806 


Semi en ce 8 06 Ann 


29 


90 . 8 


2 


. 0 


2076 


9 


US- 09- 822 -83 OA- 2 8 6 


Secruence *^86 Ann 


30 


90 . 8 


2 


. 0 


2098 


14 


US -10 -043 -487 -108 


Secruence 1 08 Ann 


31 


90 . 8 


2 


.0 


7995 * 


9 


US- 09 -864 -864-333 


Secruence Ann 


32 


90 . 8 


2 


. 0 


8078 


9 


US- 09 -791 -942 -3 


Secruence 2 Annl S 


33 


90 . 8 


2 


.0 


8078 


15 


US -10-177-293-469 


Q c» 1 1 -n q AfZQ A r~\r^ 
ocv^uciiuc toy f "irlr 


34 


90 . 8 


2 


. 0 


8078 


18 


US -10-415-463-3 


Secruence 3 Ann! "i 


35 


90 . 8 


2 


.0 


8187 


17 


US -10-131-827-8866 


^prrnpnrp 8866 An 


36 


90 . 8 


2 


.0 


8648 


14 


US -10 -19 8 -84 6 -9840 


Seouence 984 0 Ad 


37 


90.8 


2 


.0 


8791 


18 


US-10-719-993-102 


Sequence 102, App 


38 


90.8 


2 


.0 


8791 


18 


US-10-719-993-103 


Sequence 103, App 


39 


90.8 


2 


.0 


21295 


16 


US-10-252-157-467 


Sequence 467, App 


40 


88.8 


2 


. 0 


597 


13 


US- 10- 027 -632 -270825 


Sequence 270825, 


41 


88.8 


2 


. 0 


597 


17 


US-10- 027 -632 -270825 


Sequence 270825, 


42 


80.8 


1 


. 8 


458 


10 


US-09-918-995-28705 


Sequence 28705, A 


43 


79. 8 


1 


. 8 


3489 


11 


US-09-894-273-1 


Sequence 1, Appli 


44 


79.8 


1 


.8 


3489 


15 


US-10-294-804-1 


Sequence 1, Appli 


45 


79.8 


1 


. 8 


3489 


18 


US-10-194-046-1 


Sequence 1, Appli 



GenCore version 5.1.6 
Copyright (c) 1993 - 2005 Compugen Ltd. 



OM nucleic 
Run on: 



Title: 

Perfect score: 
Sequence : 



nucleic search, using sw model 

February 21, 2005, 02:11:36 ; Search time 13445 Seconds 

(without alignments) 
12836.251 Million cell updates/sec 

US-10-007-047-1 
4534 

1 ccaagcttggtacccccggg gcatgcnntagagggcccta 4 534 



Scoring table : 



IDENTITY_NUC 

Gapop 10.0 , Gapext 1.0 



Searched: 34239544 seqs, 19032134700 residues 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



68479088 



Database : EST:* 

1: gb_estl:* 
2: gb_est2:* 
3 : gb_htc : * 
4 : gb_est3 : * 
5 : gb__est4 : * 
6: gb_est5:* 
7: gb_est6:* 
8 : gb_gssl : * 
9: gb_gss2:* 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



Result 
No. 



SUMMARIES 



Score 



% 

Query 

Match Length DB 



ID 



Description 



1 


1001 


2 


22 


. 1 


3403 


3 


AK087586 


AK087586 


Mus muscu 


2 


973 


2 


21 


.5 


4001 


3 


AK014542 


AK014542 


Mus muscu 


3 


962 


2 


21 


.2 


4285 


3 


BC062914 


BC062914 


Mus muscu 


4 


900 


8 


19 


.9 


1113 


4 


BM556334 


BM556334 


AGENCOURT 


5 


900 


6 


19 


.9 


1041 


4 


BM550560 


BM550560 


AGENCOURT 


6 


899 


8 


19 


.8 


939 


5 


BQ951181 


BQ951181 


AGENCOURT 


7 


836 


18 


.4 


920 


6 


CA976174 


CA976174 


AGENCOURT 


8 
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6 
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CQC 
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9 7 
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27 Xfl 
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C ^ A 

5 14 


11 


. 3 


662 


2 


BB865663 


40 


513 .6 


11 


.3 


640 


2 


BB866223 


41 


507 .2 


11 


.2 


3114 


9 


AY416116 


42 


502 


11 


. 1 


672 


2 


BB865439 


43 


501.2 


11 


.1 


602 


6 


CD542105 


44 


496.4 


10 


. 9 


639 


2 


BB665816 


45 


491.8 


10 


.8 


495 


1 


AA402004 



BUI 6 9 90 5 AGENCOURT 
CD251809 AGENCOURT 
BM5562 98 AGENCOURT 
BQ64 3 973 AGENCOURT 
BI826617 603077068 
BI832375 603072967 
CK776278 967424 MA 
CN387640 170004551 
BI460519 603201132 
AY416115 Homo sapi 
BM916156 AGENCOURT 
BM809694 AGENCOURT 
BM911401 AGENCOURT 
BM562169 AGENCOURT 
AY416117 Mus muscu 
BI520505 603071510 
BM465156 AGENCOURT 
CK463860 934794 MA 
BU15185 9 AGENCOURT 
BI561631 603256046 
CN387638 170005328 
BQ951163 AGENCOURT 
BM009576 603630147 
BP282107 BP282107 
BG027957 602294559 
BM56022 6 AGENCOURT 
BU706443 UI-M-FO0- 
CB195314 AGENCOURT 
CN387642 170004245 
CA750285 UI-M-FD0- 
BB865663 BB865663 
BB866223 BB866223 
AY416116 Pan trogl 
BB865439 BB865439 
CD542105 B0237G02- 
BB665816 BB665816 
AA402004 Zt62fl0.r 



